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1 CGGCACGAGGGCATGGGGCGGCTGGTTCTGCTGTGGGGAGCTGCCGTCTTTCTGCTGGGA 6 0 
1 MGRLVLLWGAAVFLLG 16 



6 1 GGC TGG ATGGC T TTGGGG C AAGG AGGAGC AGC AG AAGG AGT AC AG AT T C AG AT CAT C T AC 120 
17GWMALGQGGAAEGVQIQIIY 36 



121 T T C AAT T T AG AAAC C GTGC AGG TG AC ATGG AATGC C AGC AAAT AC T C C AGG AC C AAC C TG 180 
37 FNLETVQVTWNASKYSRTNL 56 



181 AC TTTC C AC T AC AGAT TC AACGGTG ATG AGGC C T ATGAC C AGTG C AC C AAC T AC C TTC TC 2 40 
57TFHYRFNGDEAYDQCTNYLL 76 



2 41 C AGG AAGGTC AC AC T T C GGGGTGC C TC C T AG AC GC AG AGC AGCG AG AC G AC AT T C TC T AT 3 00 
77QEGHTSGCLLDAEQRDDILY 96 



3 01 TTCTCCATCAGGAATGGGACGCACCCCGTTTTCACCGCAAGTCGCTGGATGGTTTATTAC 3 6 0 
97 FS IRNGTHPVFTASRWMVYY 116 



361 CTGAAACCCAGTTCCCCGAAGCACGTGAGATTTTCGTGGCATCAGGATGCAGTGACGGTG 42 0 
117 LKPSSPKHVRFSWHQDAVTV 136 



421 ACGTGTTCTGACCTGTCCTACGGGGATCTCCTCTATGAGGTTCAGTACCGGAGCCCCTTC 4 80 
137 TCSDLSYGDLLYEVQYRSPF 156 



4 81 G AC AC C G AGT GGC AGT C C AAAC AGGAAAAT AC C TGC AACGTC AC C AT AG AAGGC TTGGAT 540 
157 DTEWQ SKQENT CNVT I EGLD 17 6 



5 4 1 GCCGAGAAGTGTTACTCTTTCTGGGTCAGGGTGAAGGCTATGGAGGATGTATATGGGCC A 600 
T77 S E K C Y S F W V R V K A M E D V Y G P 196 



601 GACACATACCCAAGCGACTGGTCAGAGGTGACATGCTGGCAGAGAGGCGAGATTCGGGAT 66 0 
197 DTYPSDWSEVTCWQRGEIRD 216 



661 GCCTGTGCAGAGACACCAACGCCTCCCAAACCAAAGCTGTCCAAATTTATTTTAATTTCC 72 0 

217 ACAETPTPPKPKLSKFILIS 236 

721 AGCCTGGCCATCCTTCTGATGGTGTCTCTCCTCCTTCTGTCTTTATGGAAATTATGGAGA 7 80 

237 SLAILLMVSLLLLSLWKLWR 256 



7 81 GTGAAGAAGTTTCTCATTCCCAGCGTGCCAGACCCGAAATCCATCTTCCCCGGGCTCTTT 84 0 
257 VKKFLIPS VPDPKSIFPGLF 276 



841 GAG AT AC AC C AAGGG AAC TTC C AGG AGTGG AT C AC AG AC AC C C AGAACGT GGC C C AC C T C 900 
277 EIHQGNFQEWITDTQNVAHL 296 
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901 CACAAGATGGCAGGTGCAGAGCAAGAAAGTGGCCCCGAGGAGCCCCTGGTAGTCCAGTTG 9 60 

297 HKMAGAEQESGPEEPLVVQL 316 

9 61 GCCAAGACTGAAGCCGAGTCTCCCAGGATGCTGGACCCACAGACCGAGGAGAAAGAGGCC 102 0 

317 AKTEAESPRMLDPQTEEKEA 336 

1021 TCTGGGGGATCCCTCCAGCTTCCCCACCAGCCCCTCC AAGGCGGTGATGTGGTCACAATC 1080 

337 SGGSLQLPHQPLQGGDVVTI 356 

1081 GGGGGCTTCACCTTTGTGATGAATGACCGCTCCTACGTGGCGTTGTGATGGACACACCAC 1140 

357 GGFTFVMNDRSYVAL* 372 

1141 TGTCAAAGTCAACGTCAGGATCCACGTTGACATTTAAAGACAGAGGGGACTGTCCCGGGG 12 00 

12 01 ACTCCACACCACCATGGATGGGAAGTCTCCACGCCAATGATGGTAGGACTAGGAGACTCT 12 60 

12 61 GAAGACCCAGCCTCACCGCCTAATGCGGCCACTGCCCTGCTAACTTTCCCCCACATGAGT 132 0 
1321 CTCTGTGTTCAAAGGCTTGATGGCAGATGGGAGCCAATTGCTCCAGGAGATTTACTCCCA 13 80 

13 81 GTTCCTTTTCGTGCCTGAACGTTGTCACATAAACCCCAAGGCAGCACGTCC AAAATGCTG 1440 
1441 TAAAACCATCTTCCCACTCTGTGAGTCCCC AGTTCCGTCCATGTACCTGTTCCATAGCAT 1500 
1501 TGGATTCTCGGAGGATTTTTTGTCTGTTTTGAGACTCCAAACCACCTCTACCCCTACAAA 156 0 



1561 AAAAAAAAAAAAA 1573 
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Decoration 'Decoration #1': Box residues that match the consensus named 'Consensus #2' 
exactly. 

Decoration 'Decoration #2': Shade (with solid black) residues that match the consensus named 
'Consensus #1' exactly. ^_^_^^_^^__^^^__^^^^__^_„ 
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